ABSTRACT The genome of Mycoplasma phocirhinis strain 852 T was examined for determinants of tropism or virulence. It encodes multiple orthologs of an immunosuppressor that may predispose susceptibility to infection or influence outcomes of intercurrent diseases in marine mammals.
or influenza in seals. Although adherence and cytotoxicity of M. phocirhinis to epithelial cells has been demonstrated in a tracheal explant model (15) , no other determinants of tropism or virulence were discerned by genome analysis.
Data availability. The M. phocirhinis 852 T genome sequence and annotation have been deposited in GenBank as BioProject PRJNA505803. The raw data are available in NCBI's Sequence Read Archive as SRX5310557.
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